Salmonellosis is an important health problem worldwide and Salmonella enterica serovar Typhimurium is one of the most common isolated serovars. Here, we reported the draft genomes of 40 S. Typhimurium strains isolated from humans and food in Brazil. These draft genomes will improve phylogenetic analysis and will help enhance our understanding of strains of this serovar isolated in Brazil. 
almonella enterica is recognized as one of the most common pathogen causes of foodborne disease worldwide (1) . In the United States, S. enterica causes approximately 1.0 million cases in humans, resulting in nearly 20,000 hospitalizations and more than 378 deaths each year (2) . Salmonella enterica subsp. enterica serovar Typhimurium is one of the most common serovars isolated worldwide, including in Brazil (3) .
In this report, we announce 40 draft genome sequences from a collection of S. Typhimurium strains isolated from humans and food between 1983 and 2013 from different geographical locations in Brazil.
DNA from each strain was extracted according to published methods (4) . Libraries were prepared using 1 ng of genomic DNA with the Nextera XT kit (Illumina, San Diego, CA), and the genomes were sequenced using NextSeq Illumina for 2 ϫ 151 cycles according to the manufacturer's instructions. De novo assemblies were generated from all raw sequence data. The Illumina reads were assembled with SPAdes (5). The contigs for each isolate (draft genomes) were annotated using NCBI's Prokaryotic Genomes Automatic Annotation Pipeline (PGAAP) (6) .
The average GϩC mol% of these strains was 52.05%, similar to the reported GϩC content for other Salmonella strains (7). The genome length was also within the range described for Salmonella (4.6 Mb to almost 5.1 Mb) (8). The number of contigs per assembly for each isolate ranged from 47 to 286.
The data provided will help in understanding the molecular epidemiology of Salmonella Typhimurium strains isolated from humans and food in Brazil. It will also provide phylogenetic insights into their evolution. A more detailed report of these genomic features will be addressed in a future publication.
Accession number(s).
The draft genome sequences for these 40 Salmonella Typhimurium isolates are available in GenBank and are listed in Table 1 . 
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